[Organization of nucleotide sequences in maize DNA].
Nucleotide sequence organization in the genome of maize has been studied using renaturation kinetics of DNA and S-1 nuclease digestion of the renatured products. Approximately 40% of the genome consists of single copy sequences, and 15% of these sequences are interspersed between repeated sequences and are approximately 1100 nucleotide pairs long. About 54% of the genome consists of repeated sequences. Six per cent of the genome consists of foldback sequences. These sequences are distributed through at least 44% of the genome. It was found using renaturation kinetics that the sum of foldback and highly repeated DNA fractions of Dobrudzhanko maize and inbred lines differ in the amount of DNA composing the fractions. Comparison of the DNA of the Dobrudzhanko maize and inbred lines by the method of DNA-DNA hybridization indicates strong differences in the amount of polynucleotide homologies between the Dobrudzhanko maize and the D1 inbred line on one hand and the A619 inbred line on the other hand.